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frequency, 10 -3 Hardy-Weinberg equilibrium deviation threshold, and all SNPs within a 1500 SNP window had to have r 2 below 0.2 (window shift of 150 used). Thus a subset of 71,677 SNPs was selected for principal component analysis using EIGENSOFT version 3.0 (1). Three covariate vectors were obtained and a total of 356 individuals with non-European ancestry were removed (HapMap2 data and the average difference in the probe intensities across SNPs were used).
Bayesian Meta-Analysis
The Bayesian related effects model assumes a multivariate normal distribution with zero mean and covariance matrix 2 R s as the prior distribution for the genetic effects on the log-odds scale. In this study, we have used a value 0.2 s = for the standard deviation of the effect size (see (2) for a justification) and in the correlation matrix R we have set the correlation between our data and the two replication data sets to 0.9375 and between the two replication data sets to 0.99. This reflects the fact that the phenotype definition is more similar between the replication data sets than between our data and the replication data sets. The Bayes factor between this related effects model and the null model (all effects are a priori equal to zero) can be approximated by the ratio of two multivariate normal densities,
, evaluated at the effect size estimates from the three studies (collected in vector b ) and where S is the diagonal matrix whose elements are the squared standard errors of those effect size estimates.
Polygenic Score Analysis
As explained in the main text, we performed a polygenic score analysis using the SNPs associated with schizophrenia in the Psychiatric GWAS Consortium (PGC) study. The 19,434 SNPs that were chosen as proxies for some PGC SNPs (see the main text) were aligned by the allele frequencies.
A logistic regression model regressing the case-control status on the three principal components covariates and the polygenic score had pseudo R 2 of 0.166 (Nagelkerke's pseudo R . This analysis includes all samples passing quality control in our discovery study: 1,239 cases, 857 unaffected relatives and 2,739 healthy controls. ) by the polygenic scores by P-value threshold. The variance explained is plotted by P value threshold applied to the discovery Psychiatric GWAS Consortium schizophrenia sample (3) from a logistic regression model whose only covariates are the 3 principal components. The corresponding significance of the polygenic score at each threshold ranged between 4.0 x 10 -11 and 5.7 x 10 -25
. SNPs, single nucleotide polymorphisms. 
